Structure description
Benzimidazole ring systems occur in many marketed drugs such as candesartan and pimobendan. Benzimidazole-5-carboxylates act as anti-HIV agents against hepatitis C virus infections (Zhao et al. 2015) . As a part of our ongoing research on benzimidazoles (Saberi et al. 2009 ), we report herein on the synthesis and crystal structure of the title compound.
The ORTEP of the molecule is shown in Fig. 1 . The molecule is T-shaped with the methoxyphenyl (C8-C13) and the benzyl (C19-C24) rings inclined to the imidazole ring system N1/N2/C1-C7 by 46.73 (10) and 88.88 (15) , respectively, indicating that the benzyl ring is nearly orthogonal to the imidazole ring system. The phenyl ring and the methoxy phenyl rings are inclined at an angle of 82.14 (16) . In the crystal, weak C-HÁ Á ÁO hydrogen bonds link the molecules into [101] C(14) chains (Table 1 ). The molecules exhibit layered stacking when viewed along the b axis (Fig. 2) .
data reports Synthesis and crystallization
Sodium dithionite (3.0 equiv) was added to a stirred solution of ethyl-4-(4-benzylamino)-3-nitrobenzoate (0.01 mol) and 4-methoxybenzaldehyde (0.01 mol) in DMSO (20 ml). The reaction mixture was stirred at 90 C for 3 h. After the completion of reaction [monitored by TLC; hexane:ethyl acetate (7: 3, v/v)], it was poured onto crushed ice. The solid that separated was filtered off, washed with water and dried. The product was recrystallized from dimethylformamide solution to yield colourless prisms; m.p.: 156-158 C.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å ,  ) .
Symmetry code: (i) x À 1; y; z À 1.
Figure 2
A view along the b axis of the title compound, showing layered stacking. The dotted lines represent hydrogen bonds. Computer programs: APEX2 and SAINT (Bruker, 2013) , SHELXS97 and SHELXL97 (Sheldrick, 2008) and Mercury (Macrae et al., 2008) .
Figure 1
A view of the molecular structure of the title compound, with displacement ellipsoids for non-H atoms drawn at the 50% probability level. Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell esds are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > 2sigma(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. The hydrogen atoms were fixed geometrically (C-H= 0.93-0.96 Å) and allowed to ride on their parent atoms with U iso (H) =1.5U eq (C-methyl) and = 1.2U eq (C). 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

